Random forests for microarrays.
Random Forests is a powerful multipurpose tool for predicting and understanding data. If gene expression data come from known groups or classes (e.g., tumor patients and controls), Random Forests can rank the genes in terms of their usefulness in separating the groups. When the groups are unknown, Random Forests uses an intrinsic measure of the similarity of the genes to extract useful multivariate structure, including clusters. This chapter summarizes the Random Forests methodology and illustrates its use on freely available data sets.